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Ala Pro Pro Arg Leu lie Cys Asp Ser Arg Val Leu Glu Arg Tyr Leu 
15 10 15 

Leu Glu Ala Lys Glu Ala Glu Asn lie Thr Thr Gly Cys Ala Glu His 
20 25 30 

Cys Ser Leu Asn Glu Asn lie Thr Val Pro Asp Thr Lys Val Asn Phe 
35 40 45 

Tyr Ala Trp Lys Arg Met Glu Val Gly Gin Gin Ala Val Glu Val Trp 
50 55 60 

Gin Gly Leu Ala Leu Leu Ser Glu Ala Val Leu Arg Gly Gin Ala Leu 
65 70 75 80 

Leu Val Asn Ser Ser Gin Pro Trp Glu Pro Leu Gin Leu His Val Asp 

85 90 95 

Lys Ala Val Ser Gly Leu Arg Ser Leu Thr Thr Leu Leu Arg Ala Leu 
100 105 110 

Gly Ala Gin Lys Glu Ala He Ser Pro Pro Asp Ala Ala Ser Ala Ala 
115 120 125 

Pro Leu Arg Thr He Thr Ala Asp Thr Phe Arg Lys Leu Phe Arg Val 
130 135 140 

Tyr Ser Asn Phe Leu Arg Gly Lys Leu Lys Leu Tyr Thr Gly Glu Ala 
145 150 155 160 

Cys Arg Thr Gly Asp Arg 
165 
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GGAATTCACCACCATGGGGGTGCACGAATGTCCTGCCTGGCTGTGGCTTCTCCTGTCCCT 

1 +-- + + + + + 60 

C C T T AAGT GOT GGT AC C CC CAC GT GCT T ACAGGAC GGAC C GACACC GAAGAGGAC A GGGA 

MGVHECPAWL WLLLSL - 

GCTGTCGCTCCCTCTGGGCCTCCCAGTCCTGGGCGCCCCCCCCCGAATCGAGGGCCGCGC 
61 + + + + + + 120 

CGACAGCGAGGGAGACCCGGAGGGTCAGGACCCGCGGGGGGGGGCTTAGCTCCCGGCGCG 
LSLPLGLPVLG APPRIEGR A - 

CCCACCACGCCTCATCTCTGACAGCCGAGTCCTGGAGAGGTACCTCTTGGAGGCCAAGGA 

121 -~ + + + + + + 180 

GGGTGGTGCGGAGTAGACACTCTCGGCTCAGGACCTCTCCATGGAGAACCTCCGGTTCCT 
PPRLICDSRVLERYLLEAKE 

GGCCGAGAATATCACGACGGGCTGTGCTGAACACTGCAGCTTGAATGAGAATATCACTGT 

181 + + + + + + 240 

CCGGC TC T TAT AGTGCTGCC C GACACGAC TTGTGAC GTC GAAC TTAC TC TT ATAGTGAC A 
AENITTGCAEHCSLNENITV- 

CCCAGACACCAAAGTTAATTTCTATGCCTGGAAGAGGATGGAGGTCGGGCAGCAGGCCGT 

241 + + + + + + 300 

GGGTC TGT GGTT TCAATTAAAGAT ACGGACCTTC TC CTACCTC CAGC CCGTC GTC CGGCA 
PDTKVNFYAWKRMEVGQQAV- 

AGAAGTCTGGCAGGGCCTGGCCCTGCTGTCGGAAGCTGTCCTGCGGGGCCAGGCCCTGTT 

301 + + + + + + 360 

TCTTCAGACCGTCCCGGACCGGGACGACAGCCTTCGACAGGACGCCCCGGTCCGGGACAA 
EVWQGLALLSEAVLRGQALL 

GGTCAACTCTTCCCAGCCGTGGGAGCCCCTGCAGCTGCATGTGGATAAAGCCGTCAGTGG 

361 + + + + + + 420 

CCAGTTGAGAAGGGTCGGCACCCTCGGGGACGTCGACGTACACCTATTTCGGCAGTCACC 
VNSSQPWEPLQLHVDKAVSG- 

CCTTCGKJIGCCTCACCACTCTGCTTCGGGCTCTGGGAG^CCAGAAGGAAGCCATCTCCCC 

421 + + + + + + 480 

GGAAGCGTCGGAGTGGTGAGACGAAGCCCGAGAC C CTC GGGTCTTC C TTC GGTAGAGGGG 
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LRSLTTLLRALGAQ KEAI S P - 

TCCAGAT6CGGCCTCAGCTGCTCCACTCCGAACAATCACT6CTGACACTTTCCGCAAACT 
481 + + + + + + 540 

AGGTCTACGCCGGAGTCGACGAGGTGAGGCTTGTTAGTGACGACTGTGAAAGGCGTTTGA 
PDAASAAPLRT ITADTFRKL- 

CTTCCGAGTCTACTCCAATTTCCTCCGGGGAAAGCTGAAGCTGTACACAGGGGAGGCCTG 
541 + + + + + + 600 

GAAGGCTCAGATGAGGTTAAAGGAGGCCCCTTTCGACTTCGACATGTGTCCCCTCCGGAC 
FRVYSNFLRGKLKLYTGEAC 



CAGGACAGGGGACAGATGACCAGGTCGAC 

601 + + 629 

GTCCTCTCCCCTGTCTACTGGTCCAGCTG 
R T G D R * 
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GGAATTCACCACCATGGGGGTGCACGAATCTCCTGCCTGGCTGTGGCTTCTCCTGTCCCT 
! + + + + + + 60 

CCTTAAGTGGTGGTACCCCCACGTGCTTACAGGACGGACCGACACCGAAGAGGACAGGGA 

MGVHECPAWLWLLLSL - 

GCTGTCGCTCCCTCTGGGCCTCCCAGTCCTGGGCGCCCCCCCCGCCCCACCACGCCTCAT 
6! + + + + + + 12 o 

CGACAGCGAGGGAGACCCGGAGGGTCAGGACCCGCGGGGGGGGCGGGGTGGTGCGGAGTA 
LSLPLGLPVLGAP P A P P R L I - 

CTGTGACAG^CGJIGTCCTGGAGAGGTACCTCTTGGAGGCCAAGGAGGCCGAGAATATCAC 

121 + + + + + + 180 

GACACTGTCGGGTCAGGACCTCTCCATGGAGAACCTCCGGTTCCTCCGGCTCTTATAGTG 
CDSRVLERYLLEAKEAENIT- 

GACGGGCTGTGCTGAACACTGCAGCTTGAATGAGAATATCACTGTCCCAGACACCAAAGT 

181 + + + + + + 240 

CTGCCCGACACGACTTGTGACGTCGAACTTACTCTTATAGTGACAGGGTCTGTGGTTTCA 
TGCAEHCSLNENITVPDTKV- 

T AAT TTCT ATGC CTGGAAGAGGAT GGAGGTCGGGCAGCAGGC CGTAGAAGTCTGGCAGGG 

241 + + + + + + 300 

ATTAAAGATACGGACCTTCTCCTACCTCCAGCCCGTCGTCCGGCATCTTCAGACCGTCCC 
NFYAWKRMEVGQQAVEVWQ G 

CCTGGCCCTGCTGTCGGAAGCTGTCCTGCGGGGCCAGGCCCTGTTGGTCAACTCTTCCCA 

301 + + + + + + 360 

GGACCGGGACGACAGCCTTCGACAGGACGCCCCGGTCCGGGACAACCAGTTGAGAAGGGT 
LALLSEAVLRGQALLVMSSQ- 

GCCGTGGGAGCCCCTGCAGCTGCATGTGGATAAAGCCGTCAGTGGCCTTCGCAGCCTCAC 

361 + + + + + + 420 

CGGCACCCTCGGGGACGTCGACGTACACCTATTTCGGCAGTCACCGGAAGCGTCGGAGTG 
PWEPLQLHVDKAVSGLRSLT- 

CACTCTGCTTCGGGCTCTGGGAGCCCAGAAGGAAGCCATCTCCCCTCCAGATGCGGCCTC 

421 + + + + + + 480 

GTGAGACGAAGCCCGAGACCCTCGGGTCTTCCTTCGGTAGAGGGGAGGTCTACGCCGGAG 
TLLRALGAQKEAISPPDAAS- 



FIG. 4 a 



REPLACEMENT SHEET 



AGCTGCTCCACTCCQAACAATCACTGCTGACACTTTCCGCAAACTCTTCCGAOTCTACTC 

481 + + + + + + 540 

TCGACGAGGTGAGGCTTGTTAGTGACGACTGTGAAAGGC6TTTGAGAAGGCTCAGATGA6 
AAPL RT I TADT PRKLFRVY S - 



CAATTTCCTCCGGGGAAAGCTGAA6CTGTACACA6GGGAGGCCTGCAGGACAGGGGACAG 

541 + + + + + + 600 

GTTAAAGGAGGCCCCTTTCGACTTCGACATGTGTCCCCTCCGGACGTCCTGTCCCCTGTC 
NFLRGKLKLYTGEACRTGDR- 



ATGACCAGGTCGAC 

601 + 614 

TACTGGTCCAGCTG 
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GGAATTCACCACCATGGGGGTGCACGAAT6TCCTGCCT6GCT6TGGCTTCTCCT6TCCCT 

C CTTAAGTGGTGGTAC C CC CACGT GCTTACAGGACGGACC GACACC GAAGAGGAC AGGGA 

M GVHECPAWL W L L L S L - 



GCTGTCGCTCCCTCTGGGCCTCCCACTCCTGGGCGCCCCCCCCGGCGCCGCCCACTACGC 
61 + + + + + + 12 0 

CGACAGCGAGGGAGACC CGGAGGGTCAGGACCC GCGGGGGGGGCCGCGGCGGGTGATGCG 
LSLPLGLPVLGAPPGAAHY A - 

CCCACCACGCCTCATCTGTGACAGCCGAGTCCTGGAGAGGTACCTCTTGGAGGCCAAGGA 

121 + + + + + + 180 

GGGTGGTGCGGAGTAGACACTGTCGGCTCAGGACCTCTCCATGGAGAACCTCCGGTTCCT 
PPRLICDSRVLERYLLEAKE - 

GGCCGAGAATATCACGACGGGCTGTGCTGAACACTGCAGCTTGAATGAGAATATCACTGT 

181 + +- + + + + 240 

C CGGCTCT TATAGTGCT GCC CGACACGACTTGTGAC GTC GAAC TTAC TCTT ATAGTGAC A 
AENITTGCAEHCSLNENI TV- 

C C CAGACAC CAAAGTTAATTTCT ATGCC TGGAAGAGGATGGAGGTC GGGCAGCAGGC C GT 

241 + + + + + + 300 

GGGTCTGTGGTTTCAATTAAAGATACGGACCTTCTCCTACCTCCAGCCCGTCGTCCGGCA 
PDTKVNPYAWKRMEVGQQAV- 



AGAAGTCTGGCAGGGCCTGGCCCTGCTGTCGGAAGCTGTCCTGCGGGGCCAGGCCCTGTT 

301 + + + + + + 360 

TCTTCAGACCGTCCCGGACCGGGACGACAGCCTTCGACAGGACGCCCCGGTCCGGGACAA 
EVWQGLALLSEAVLRGQALL- 

GGTCAACTCTTCCCAGCCGTGGGAGCCCCTGCAGCTGCATGTGGATAAAGCCGTCAGTGG 

361 + + + + + + 420 

C CAGTTGAGAAGGGTC GGCACCCT CGGGGACGTC GACGT ACAC CTATTTC GGCAGTCAC C 
VNSSQPWEPLQLHVDKAVSG- 



CCTTCGCAGCCTCACCACTCTGCTTCGGGCTCTGGGAGCCCAGAAGGAAGCCATCTCCCC 

421 + + + + + + 480 

GGAAGCGTCGGAGTGGTGAGACGAAGCCCGAGACCC TCGGGTCTTC C TTC GGTAGAGGGG 
LRSLTTLLRALGAQKEAI S P - 



FIG. 5 a 



REPLACEMENT SHEET 



TCCAGATGCGGCCTCAGCTGCTCCACTCCGAACAATCACTGCTGACACTTTCCGCAAACT 

481 + + + + + + 540 

AGGTCTACGCCGGAGTCGACGAGGTGAGGCTTGTTAGTGACOACTGTGAAAGGCGTTTGA 
PDAASAAPLRT ITADTFRKL- 

COTCCGAGTCTACTCCAATTTCCTCCGGGGAAAGCTGAAGCTGTACACAGGGGAGGCCTG 

541 + + + + + + 600 

GAAGGCTCAGATGAGGTXAAAGGAGGCCCCTTTCGACTTCGACATGTGTCCCCTCCGGAC 
FRVYSNFLRGKLKLYTGEAC- 



CAGGACAGGGGACAGATGAC CAGGTCGAC 

601 + + 629 

GTCCTGTCCCCTGTCTACTGGTCCAGCTG 
R T G D R * 
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